Supplementary
. Deletions in the N-terminal region of truncTALEs in relation to TAL effector structure. Alignment and structural representation highlighting the most significant differences (in red) between a standard TAL effector (TALE) and a truncTALE. The structure (PDB: 4HPZ) shows the cryptic repeats (-3 to 0, in blue) and the first several repeats of the CRR (in grey), with the residues that are missing in truncTALEs highlighted in red. This deletion disrupts cryptic repeat -3 and removes four positively charged residues at the DNA binding interface, labeled in the structure and underlined in the alignment. W232, responsible for the preference for thymine at position 0 of the EBE of standard TAL effectors and substituted with a leucine in truncTALEs is also labeled in the structure and is shown in red in the alignment. The structure is of dTALE2 which was assembled based on the sequence of AvrBs4 (Gao et al., 2012) . Table S4 ). For all assays, probes (biotinylated double stranded DNA) were at 100 pM and were visualized by chemiluminescence using streptavidin-HRP conjugate. Proteins were at 300 nM. A no protein control (-) was included for each probe. Tal2h shows no apparent binding to any of the probes.
Supplementary Figure S3. EMSA for Tal2h interaction with additional EBE variants. Fulllength Tal2h protein was assayed for the ability to bind any of eight different probes (Supplementary
Tal1c ( Figure S4 part 1 of 6) Tal1c N/C, Tal2h CRR ( Figure S4 part 2 of 6) ( Figure S5 , continues on next page)
BLS256 Tal1c CRR alignment
Golden Gate CRR alignment Figure S5 . Alignment of the repeat sequences of Tal1c, an Asian truncTALE, an African truncTALE, and a dTALE. Repeat sequences of BLS256 Tal1c and Tal2h, CFBP 7331 Tal8f, and a representative dTALE (dT1665) built with our Golden Gate cloning kit (Cermak et al., 2011) were aligned (by protein, as labeled) using T-coffee (Notredame et al., 2000) via the EMBL-EBI portal with default settings (Goujon et al., 2010) and visualized using BOXSHADE (http://www.ch.embnet.org/software/BOX_form.html).
Supplementary Figure S6 . Tal2h suppresses Xo1-mediated HR in trans. African Xoc strain CFBP 7331 carrying tal2h on a plasmid vector (p2h) and CFBP 7331 carrying the empty vector (EV) were infiltrated individually or together (Mix) into Carolina Gold Select leaves. Individual infiltrations were done at OD 600 = 0.25. For the mix, suspensions at OD 600 = 0.5 were mixed 1:1. Photographs were taken on a light box at 72 h after infiltration. Results for p2h and EV infiltrated individually at OD 600 = 5 (not shown) were the same as those at OD 600 = 0.25.
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a Nucleotide modifications at the binding sites relative to the code-predicted target (2h) are in bold. A dash indicates deletion of the nucleotide at that specific position relative to 2h.
Supplementary Table S5 . Genome coordinates of coding sequences for truncTALEs and truncTALE-related sequences represented in Figure 1C and Figure 1D . a Contains an insertion sequence element in the promoter region, likely rendering it a pseudogene (Ψ). b Encodes a protein with a Tal2h-like N-terminus and a standard TAL effector C-terminus except for a few substitutions in the first NLS and a premature stop just after that. c Contains an insertion sequence element in the 5' end of the coding sequence, rendering it a pseudogene (Ψ).
